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<210> 1 
<211> 468 
<212> PRT 
<213> Human 



<400> 1 



Met 


Val 


Asp 


Thr 


Glu 


Ser 


Pro 


Leu 


Cys 


Pro 


Leu 


Ser 


Pro 


Leu 


Glu 


Ala 


1 








5 










10 










15 




Gly 


Asp 


Leu 


Glu 
20 


Ser 


Pro 


Leu 


Ser 


Glu 
25 


Glu 


Phe 


Leu 


Gin 


Glu 
30 


Met 


Gly 


Asn 


He 


Gin 


Glu 


He 


Ser 


Gin 


Ser 


He 


Gly Glu 


Asp 


Ser 


Ser 


Gly 


Ser 






35 










40 










45 








Phe 


Gly 
50 


Phe 


Thr 


Glu 


Tyr 


Gin 
55 


Tyr 


Leu 


Gly 


Ser 


Cys 
60 


Pro 


Gly 


Ser 


Asp 


Gly 


Ser 


Val 


He 


Thr 


Asp 


Thr 


Leu 


Ser 


Pro 


Ala 


Ser 


Ser 


Pro 


Ser 


Ser 


65 










70 










75 










80 


Val 


Thr 


Tyr 


Pro 


Val 
85 


Val 


Pro 


Gly 


Ser 


Val 
90 


Asp 


Glu 


Ser 


Pro 


Ser 
95 


Gly 


Ala 


Leu 


Asn 


He 


Glu 


Cys 


Arg 


He 


Cys 


Gly Asp 


Lys 


Ala 


Ser 


Gly 


Tyr 








100 










105 










110 






His 


Tyr 


Gly 
115 


Val 


His 


Ala 


Cys 


Glu 
120 


Gly 


Cys 


Lys 


Gly 


Phe 
125 


Phe 


Arg 


Arg 


Thr 


He 
130 


Arg 


Leu 


Lys 


Leu 


Val 
135 


Tyr 


Asp 


Lys 


Cys 


Asp 
140 


Arg 


Ser 


Cys 


Lys 


He 


Gin 


Lys 


Lys 


Asn 


Arg 


Asn 


Lys 


Cys 


Gin 


Tyr 


Cys 


Arg 


Phe 


His 


Lys 


145 










150 










155 










160 


Cys 


Leu 


Ser 


Val 


Gly 
165 


Met 


Ser 


His 


Asn 


Ala 
170 


He 


Arg 


Phe 


Gly 


Arg 
175 


Met 


Pro 


Arg 


Ser 


Glu 
180 


Lys 


Ala 


Lys 


Leu 


Lys 
185 


Ala 


Glu 


He 


Leu 


Thr 
190 


Cys 


Glu 


His 


Asp 


He 
195 


Glu 


Asp 


Ser 


Glu 


Thr 
200 


Ala 


Asp 


Leu 


Lys 


Ser 
205 


Leu 


Ala 


Lys 


Arg 


He 
210 


Tyr 


Glu 


Ala 


Tyr 


Leu 
215 


Lys 


Asn 


Phe 


Asn 


Met 
220 


Asn 


Lys 


Val 


Lys 
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Ala 


Arg 


Val 


lie 


Leu 


Ser 


Gly 


Lys 


Ala 


Ser 


Asn 


Asn 


Pro 


Pro 


Phe 


Val 


225 










230 










235 










240 


lie 


His 


Asp 


Met 


Glu 


Thr 


Leu 


Cys 


Met 


Ala 


Glu 


Lys 


Thr 


Leu 


Val 


Ala 










245 










250 










255 




Lys 


Leu 


Val 


Ala 


Asn 


Gly 


He 


Gin 


Asn 


Lys 


Glu 


Ala 


Glu 


Val 


Arg 


lie 








260 










265 










270 






Phe 


His 


Cys 


Cys 


Gin 


Cys 


Thr 


Ser 


Val 


Glu 


Thr 


Val 


Thr 


Glu 


Leu 


Thr 






275 










280 










285 








Glu 


Phe 


Ala 


Lys 


Ala 


He 


Pro 


Gly 


Phe 


Ala 


Asn 


Leu 


Asp 


Leu 


Asn 


Asp 




290 










295 










300 










Gin 


Val 


Thr 


Leu 


Leu 


Lys 


Tyr 


Gly 


Val 


Tyr 


Glu 


Ala 


He 


Phe 


Ala 


Met 


305 










310 










315 










320 


Leu 


Ser 


Ser 


Val 


Met 


Asn 


Lys 


Asp 


Gly 


Met 


Leu 


Val 


Ala 


Tyr 


Gly 


Asn 










325 










330 










335 




Gly 


Phe 


lie 


Thr 


Arg 


Glu 


Phe 


Leu 


Lys 


Ser 


Leu 


Arg 


Lys 


Pro 


Phe 


Cys 








340 










345 










350 






Asp 


lie 


Met 


Glu 


Pro 


Lys 


Phe 


Asp 


Phe 


Ala 


Met 


Lys 


Phe 


Asn 


Ala 


Leu 






355 










360 










365 








Glu 


Leu 


Asp 


Asp 


Ser 


Asp 


He 


Ser 


Leu 


Phe 


Val 


Ala 


Ala 


He 


He 


Cys 




370 










375 










380 










Cys 


Gly 


Asp 


Arg 


Pro 


Gly 


Leu 


Leu 


Asn 


Val 


Gly 


His 


He 


Glu 


Lys 


Met 


385 










390 










395 










400 


Gin 


Glu 


Gly 


He 


Val 


His 


Val 


Leu 


Arg 


Leu 


His 


Leu 


Gin 


Ser 


Asn 


His 










405 










410 










415 




Pro 


Asp 


Asp 


He 


Phe 


Leu 


Phe 


Pro 


Lys 


Leu 


Leu 


Gin 


Lys 


Met 


Ala 


Asp 








420 










425 










430 






Leu 


Arg 


Gin 


Leu 


Val 


Thr 


Glu 


His 


Ala 


Gin 


Leu 


Val 


Gin 


lie 


He 


Lys 






435 










440 










445 








Lys 


Thr 


Glu 


Ser 


Asp 


Ala 


Ala 


Leu 


His 


Pro 


Leu 


Leu 


Gin 


Glu 


He 


Tvr 




450 










455 










460 










Arg 


Asp 


Met 


Tyr 


























465 
































<210> 2 






























<211> 441 




























<212> PRT 




























<213> Human 




























<400> 2 






























Met 


Glu 


Gin 


Pro 


Gin 


Glu 


Glu 


Ala 


Pro 


Glu 


Val 


Arg 


Glu 


Glu 


Glu 


Glu 


1 








5 










10 










15 




Lys 


Glu 


Glu 


Val 


Ala 


Glu 


Ala 


Glu 


Gly 


Ala 


Pro 


Glu 


Leu 


Asn 


Gly 


Gly 








20 










25 










30 






Pro 


Gin 


His 


Ala 


Leu 


Pro 


Ser 


Ser 


Ser 


Tyr 


Thr 


Asp 


Leu 


Ser 


Arg 


Ser 






35 










40 










45 








Ser 


Ser 


Pro 


Pro 


Ser 


Leu 


Leu 


Asp 


Gin 


Leu 


Gin 


Met 


Gly 


Cys 


Asp 


Gly 




50 










55 










60 










Ala 


Ser 


Cys 


Gly 


Ser 


Leu 


Asn 


Met 


Glu 


Cys 


Arg 


Val 


Cys 


Gly 


Asp 


Lys 


65 










70 










75 










80 


Ala 


Ser 


Gly 


Phe 


His 


Tyr 


Gly 


Val 


His 


Ala 


Cys 


Glu 


Gly 


Cys 


Lys 


Gly 










85 










90 










95 




Phe 


Phe 


Arg 


Arg 


Thr 


He 


Arg 


Met 


Lys 


Leu 


Glu 


Tyr 


Glu 


Lys 


Cys 


Glu 








100 










105 










110 
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Arg Ser Cys Lys 
115 

Arg Phe Gin Lys 
130 

Phe Gly Arg Met 
145 

Thr Ala Asn Glu 

Ala Phe Ser Lys 
180 

Thr Lys Lys Lys 
195 

Ala Pro Phe Val 
210 

Gly Leu Val Trp 
225 

lie Ser Val His 

Val Arg Glu Leu 
260 

Leu Phe Leu Asn 
275 

Ala lie Phe Ala 
290 

Val Ala Asn Gly 
305 

Arg Lys Pro Phe 

Lys Phe Asn Ala 
340 

Ala Ala He He 
355 

Arg Val Glu Ala 
370 

Leu Gin Ala Asn 
385 

Gin Lys Met Ala 

Met Gin Arg He 
420 

Leu Gin Glu He 
435 



He Gin Lys Lys 
120 

Cys Leu Ala Leu 
135 

Pro Glu Ala Glu 
150 

Gly Ser Gin Tyr 
165 

His He Tyr Asn 

Ala Arg Ser He 
200 

He His Asp He 
215 

Lys Gin Leu Val 
230 

Val Phe Tyr Arg 
245 

Thr Glu Phe Ala 

Asp Gin Val Thr 
280 

Met Leu Ala Ser 
295 

Ser Gly Phe Val 
310 

Ser Asp He He 
325 

Leu Glu Leu Asp 

Leu Cys Gly Asp 
360 

He Gin Asp Thr 
375 

His Pro Asp Ala 
390 

Asp Leu Arg Gin 
405 

Lys Lys Thr Glu 

Tyr Lys Asp Met 
440 



Asn Arg Asn Lys 

Gly Met Ser His 
140 

Lys Arg Lys Leu 
155 

Asn Pro Gin Val 
170 

Ala Tyr Leu Lys 
185 

Leu Thr Gly Lys 

Glu Thr Leu Trp 
220 

Asn Gly Leu Pro 
235 

Cys Gin Cys Thr 
250 

Lys Ser He Pro 
265 

Leu Leu Lys Tyr 

He Val Asn Lys 
300 

Thr Arg Glu Phe 
315 

Glu Pro Lys Phe 
330 

Asp Ser Asp Leu 
345 

Arg Pro Gly Leu 

He Leu Arg Ala 
380 

Gin Tyr Leu Phe 
395 

Leu Val Thr Glu 
410 

Thr Glu Thr Ser 

425 

Tyr 



Cys Gin Tyr Cys 
125 

Asn Ala He Arg 

Val Ala Gly Leu 
160 

Ala Asp Leu Lys 
175 

Asn Phe Asn Met 
190 

Ala Ser His Thr 
205 

Gin Ala Glu Lys 

Pro Tyr Lys Glu 
240 

Thr Val Glu Thr 
255 

Ser Phe Ser Ser 
270 

Gly Val His Glu 
285 

Asp Gly Leu Leu 

Leu Arg Ser Leu 
320 

Glu Phe Ala Val 
335 

Ala Leu Phe He 
350 

Met Asn Val Pro 
365 

Leu Glu Phe His 

Pro Lys Leu Leu 
400 

His Ala Gin Met 
415 

Leu His Pro Leu 
430 



<210> 3 
<211> 477 
<212> PRT 
<213> Human 

<400> 3 

Met Thr Met Val Asp Thr Glu Met 

1 5 
He Ser Ser Val Asp Leu Ser Val 
20 



Pro Phe Trp Pro Thr Asn Phe Gly 

10 15 
Met Glu Asp His Ser His Ser Phe 
25 30 
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Asp 


Xie 


Lys 
35 


Pro 


Pne 


Thr 


Thr 


vai 
40 


Asp 


Phe 


Ser 


Ser 


lie 
45 


Ser 


Thr 


Pro 


His 


Tyr 
50 


Glu 


Asp 


lie 


Pro 


Pne 
55 


Thr 


Arg 


Thr 


Asp 


Pro 
60 


Val 


Val 


Ala 


Asp 


Tyr 


Lys 


Tyr 


Asp 


Leu 


Lys 


Leu 


Gin 


Glu 


Tyr 


Gin 


Ser 


Ala 


He 


Lys 


Val 


O D 










-7 r\ 
I U 










75 










80 


Glu 


Pro 


Ala 


Ser 


Pro 
85 


Pro 


Tyr 


Tyr 


Ser 


Glu 
90 


Lys 


Thr 


Gin 


Leu 


Tyr 
95 


Asn 


Lys 


Pro 


His 


Glu 
100 


Glu 


Pro 


Ser 


Asn 


Ser 
105 


Leu 


Met 


Ala 


He 


Glu 
110 


Cys 


Arg 


Val 


Cys 


Gly 
115 


Asp 


Lys 


Ala 


Ser 


Gly 
120 


Phe 


His 


Tyr 


Gly 


Val 
125 


His 


Ala 


Cys 


Glu 


Gly 
130 


Cys 


Lys 


Gly 


Phe 


Phe 
135 


Arg 


Arg 


Thr 


He 


Arg 
140 


Leu 


Lys 


Leu 


He 


Tyr 


Asp 


Arg 


Cys 


Asp 


Leu 


Asn 


Cys 


Arg 


He 


His 


Lys 


Lys 


Ser 


Arg 


Asn 


14b 










150 










155 










160 


Lys 


Cys 


Gin 


Tyr 


Cys 
165 


Arg 


Phe 


Gin 


Lys 


Cys 
170 


Leu 


Ala 


Val 


Gly 


Met 
175 


Ser 


His 


Asn 


Ala 


-r- T 

lie 
180 


Arg 


Phe 


Gly 


Arg 


Met 
185 


Pro 


Gin 


Ala 


Glu 


Lys 
190 


Glu 


Lys 


Leu 


Leu 


Ala 
195 


Glu 


He 


Ser 


Ser 


Asp 
200 


He 


Asp 


Gin 


Leu 


Asn 
205 


Pro 


Glu 


Ser 


Ala 


Asp 
210 


Leu 


Arg 


Ala 


Leu 


Ala 
215 


Lys 


His 


Leu 


Tyr 


Asp 
220 


Ser 


Tyr 


He 


Lys 


Ser 


Pne 


Pro 


Leu 


Thr 


Lys 


Ala 


Lys 


Ala 


Arg 


Ala 


He 


Leu 


Thr 


Gly Lys 






















235 










240 


Thr 


Thr 


Asp 


Lys 


Ser 
245 


Pro 


Phe 


Val 


He 


Tyr 
250 


Asp 


Met 


Asn 


Ser 


Leu 
255 


Met 


Met 


Gly 


Glu 


Asp 
260 


Lys 


He 


Lys 


Phe 


Lys 
265 


His 


He 


Thr 


Pro 


Leu 
270 


Gin 


Glu 


Gin 


Ser 


Lys 
275 


Glu 


Val 


Ala 


He 


Arg 
280 


He 


Phe 


Gin 


Gly 


Cys 
285 


Gin 


Phe 


Arg 


Ser 


Val 
290 


Glu 


Ala 


Val 


Gin 


Glu 
295 


He 


Thr 


Glu 


Tyr 


Ala 
300 


Lys 


Ser 


He 


Pro 


Gly 


Phe 


Val 


Asn 


Leu 


Asp 


Leu 


Asn 


Asp 


Gin 


Val 


Thr 


Leu 


Leu 


Lys 


Tyr 


305 










310 










315 










320 


Gly 


Val 


His 


Glu 


He 
325 


He 


Tyr 


Thr 


Met 


Leu 
330 


Ala 


Ser 


Leu 


Met 


Asn 
335 


Lys 


Asp 


Gly 


Val 


Leu 
340 


He 


Ser 


Glu 


Gly 


Gin 
345 


Gly 


Phe 


Met 


Thr 


Arg 
350 


Glu 


Phe 


Leu 


Lys 


Ser 
355 


Leu 


Arg 


Lys 


Pro 


Phe 
360 


Gly 


Asp 


Phe 


Met 


Glu 
365 


Pro 


Lys 


Phe 


Glu 


Phe 
370 


Ala 


Val 


Lys 


Phe 


Asn 
375 


Ala 


Leu 


Glu 


Leu 


Asp 
380 


Asp 


Ser 


Asp 


Leu 


Ala 


lie 


Phe 


lie 


Ala 


Val 


He 


He 


Leu 


Ser 


Gly Asp 


Arg 


Pro 


Gly 


Leu 


385 










390 










395 










400 


Leu 


Asn 


Val 


Lys 


Pro 
405 


He 


Glu 


Asp 


He 


Gin 
410 


Asp 


Asn 


Leu 


Leu 


Gin 
415 


Ala 


Leu 


Glu 


Leu 


Gin 
420 


Leu 


Lys 


Leu 


Asn 


His 
425 


Pro 


Glu 


Ser 


Ser 


Gin 
430 


Leu 


Phe 


Ala 


Lys 


Leu 
435 


Leu 


Gin 


Lys 


Met 


Thr 
440 


Asp 


Leu 


Arg 


Gin 


He 
445 


Val 


Thr 


Glu 


His 


Val 
450 


Gin 


Leu 


Leu 


Gin 


Val 
455 


He 


Lys 


Lys 


Thr 


Glu 
460 


Thr 


Asp 


Met 


Ser 
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Leu His Pro Leu Leu Gin Glu lie Tyr Lys Asp Leu Tyr 
465 470 475 

<210> 4 
<211> 275 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> mutated PPAR ligand binding domain 

<221> VARIANT 
<222> 271 

<223> Xaa = alanine, valine, leucine, isoleucine, 

proline, tryptophan, phenylalanine, methionine, 
histidine, asparagine, or glutamine 



<400> 4 



Gin 


Leu 


Asn 


Pro 


Glu 


Ser 


Ala 


Asp 


Leu 


Arg 


Ala 


Leu 


Ala 


Lys 


His 


Leu 


1 








5 










10 










15 




Tyr 


Asp 


Ser 


Tyr 


He 


Lys 


Ser 


Phe 


Pro 


Leu 


Thr 


Lys 


Ala 


Lys 


Ala 


Arg 








20 










25 










30 






Ala 


He 


Leu 


Thr 


Gly 


Lys 


Thr 


Thr 


Asp 


Lys 


Ser 


Pro 


Phe 


Val 


He 


Tyr 






35 










40 










45 








Asp 


Met 


Asn 


Ser 


Leu 


Met 


Met 


Gly 


Glu 


Asp 


Lys 


He 


Lys 


Phe 


Lys 


His 




50 










55 










60 










He 


Thr 


Pro 


Leu 


Gin 


Glu 


Gin 


Ser 


Lys 


Glu 


Val 


Ala 


He 


Arg 


He 


Phe 


65 










70 










75 










80 


Gin 


Gly 


Cys 


Gin 


Phe 


Arg 


Ser 


Val 


Glu 


Ala 


Val 


Gin 


Glu 


He 


Thr 


Glu 










85 










90 










95 




Tyr 


Ala 


Lys 


Ser 


He 


Pro 


Gly 


Phe 


Val 


Asn 


Leu 


Asp 


Leu 


Asn 


Asp 


Gin 








100 










105 










110 






Val 


Thr 


Leu 


Leu 


Lys 


Tyr 


Gly Val 


His 


Glu 


He 


He 


Tyr 


Thr 


Met 


Leu 






115 










120 










125 








Ala 


Ser 


Leu 


Met 


Asn 


Lys 


Asp 


Gly 


Val 


Leu 


He 


Ser 


Glu 


Gly 


Gin 


Gly 




130 










135 










140 










Phe 


Met 


Thr 


Arg 


Glu 


Phe 


Leu 


Lys 


Ser 


Leu 


Arg 


Lys 


Pro 


Phe 


Gly 


Asp 


145 










150 










155 










160 


Phe 


Met 


Glu 


Pro 


Lys 


Phe 


Glu 


Phe 


Ala 


Val 


Lys 


Phe 


Asn 


Ala 


Leu 


Glu 










165 










170 










175 




Leu 


Asp 


Asp 


Ser 


Asp 


Leu 


Ala 


He 


Phe 


He 


Ala 


Val 


He 


He 


Leu 


Ser 








180 










185 










190 






Gly 


Asp 


Arg 


Pro 


Gly Leu 


Leu 


Asn 


Val 


Lys 


Pro 


He 


Glu 


Asp 


He 


Gin 






195 










200 










205 








Asp 


Asn 


Leu 


Leu 


Gin 


Ala 


Leu 


Glu 


Leu 


Gin 


Leu 


Lys 


Leu 


Asn 


His 


Pro 




210 










215 










220 










Glu 


Ser 


Ser 


Gin 


Leu 


Phe 


Ala 


Lys 


Leu 


Leu 


Gin 


Lys 


Met 


Thr 


Asp 


Leu 


225 










230 










235 










240 


Arg 


Gin 


He 


Val 


Thr 


Glu 


His 


Val 


Gin 


Leu 


Leu 


Gin 


Val 


He 


Lys 


Lys 










245 










250 










255 




Thr 


Glu 


Thr 


Asp 


Met 


Ser 


Leu 


His 


Pro 


Leu 


Leu 


Gin 


Glu 


He 


Xaa 


Lys 



260 265 270 



Asp Leu Tyr 
275 
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<210> 5 
<211> 454 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> transcription factor containing a mutated PPAR 
ligand binding domain 

<400> 5 

Met Lys Leu Leu Ser Ser lie Glu Gin Ala Cys Asp lie Cys Arg Leu 

15 10 15 

Lys Lys Leu Lys Cys Ser Lys Glu Lys Pro Lys Cys Ala Lys Cys Leu 

20 25 30 

Lys Asn Asn Trp Glu Cys Arg Tyr Ser Pro Lys Thr Lys Arg Ser Pro 

35 40 45 

Leu Thr Arg Ala His Leu Thr Glu Val Glu Ser Arg Leu Glu Arg Leu 

50 55 60 

Glu Gin Leu Phe Leu Leu lie Phe Pro Arg Glu Asp Leu Asp Met lie 
65 70 75 80 

Leu Lys Met Asp Ser Leu Gin Asp lie Lys Ala Leu Leu Thr Gly Leu 

85 90 95 

Phe Val Gin Asp Asn Val Asn Lys Asp Ala Val Thr Asp Arg Leu Ala 

100 105 110 

Ser Val Glu Thr Asp Met Pro Leu Thr Leu Arg Gin His Arg lie Ser 

115 120 125 

Ala Thr Ser Ser Ser Glu Glu Ser Ser Asn Lys Gly Gin Arg Gin Leu 

130 135 140 

Thr Val Ser Pro Gly lie Arg Met Ser His Asn Ala lie Arg Phe Gly 
145 150 155 160 

Arg Met Pro Gin Ala Glu Lys Glu Lys Leu Leu Ala Glu lie Ser Ser 

165 170 175 

Asp lie Asp Gin Leu Asn Pro Glu Ser Ala Asp Leu Arg Ala Leu Ala 

180 185 190 

Lys His Leu Tyr Asp Ser Tyr lie Lys Ser Phe Pro Leu Thr Lys Ala 

195 200 205 

Lys Ala Arg Ala lie Leu Thr Gly Lys Thr Thr Asp Lys Ser Pro Phe 

210 215 220 

Val lie Tyr Asp Met Asn Ser Leu Met Met Gly Glu Asp Lys lie Lys 
225 230 235 240 

Phe Lys His lie Thr Pro Leu Gin Glu Gin Ser Lys Glu Val Ala lie 

245 250 255 

Arg lie Phe Gin Gly Cys Gin Phe Arg Ser Val Glu Ala Val Gin Glu 

260 265 270 

lie Thr Glu Tyr Ala Lys Ser lie Pro Gly Phe Val Asn Leu Asp Leu 

275 280 285 

Asn Asp Gin Val Thr Leu Leu Lys Tyr Gly Val His Glu lie lie Tyr 

290 295 300 

Thr Met Leu Ala Ser Leu Met Asn Lys Asp Gly Val Leu lie Ser Glu 
305 310 315 320 

Gly Gin Gly Phe Met Thr Arg Glu Phe Leu Lys Ser Leu Arg Lys Pro 
325 330 335 



-6- 



21269P 



Phe Gly Asp Phe Met Glu Pro Lys Phe Glu Phe Ala Val Lys Phe Asn 

340 345 350 

Ala Leu Glu Leu Asp Asp Ser Asp Leu Ala lie Phe lie Ala Val He 

355 360 365 

He Leu Ser Gly Asp Arg Pro Gly Leu Leu Asn Val Lys Pro He Glu 

370 375 380 

Asp He Gin Asp Asn Leu Leu Gin Ala Leu Glu Leu Gin Leu Lys Leu 
385 390 395 400 

Asn His Pro Glu Ser Ser Gin Leu Phe Ala Lys Leu Leu Gin Lys Met 

405 410 415 

Thr Asp Leu Arg Gin He Val Thr Glu His Val Gin Leu Leu Gin Val 

420 425 430 

He Lys Lys Thr Glu Thr Asp Met Ser Leu His Pro Leu Leu Gin Glu 

435 440 445 

He Ala Lys Asp Leu Tyr 
450 

<210> 6 
<211> 454 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> transcription factor containing a mutated PPAR 
ligand binding domain 

<400> 6 

Met Lys Leu Leu Ser Ser He Glu Gin Ala Cys Asp He Cys Arg Leu 

15 10 15 

Lys Lys Leu Lys Cys Ser Lys Glu Lys Pro Lys Cys Ala Lys Cys Leu 

20 25 30 

Lys Asn Asn Trp Glu Cys Arg Tyr Ser Pro Lys Thr Lys Arg Ser Pro 

35 40 45 

Leu Thr Arg Ala His Leu Thr Glu Val Glu Ser Arg Leu Glu Arg Leu 

50 55 60 

Glu Gin Leu Phe Leu Leu He Phe Pro Arg Glu Asp Leu Asp Met He 
65 70 75 80 

Leu Lys Met Asp Ser Leu Gin Asp He Lys Ala Leu Leu Thr Gly Leu 

85 90 95 

Phe Val Gin Asp Asn Val Asn Lys Asp Ala Val Thr Asp Arg Leu Ala 

100 105 110 

Ser Val Glu Thr Asp Met Pro Leu Thr Leu Arg Gin His Arg He Ser 

115 120 125 

Ala Thr Ser Ser Ser Glu Glu Ser Ser Asn Lys Gly Gin Arg Gin Leu 

130 135 140 

Thr Val Ser Pro Gly He Arg Met Ser His Asn Ala He Arg Phe Gly 
145 150 155 160 

Arg Met Pro Gin Ala Glu Lys Glu Lys Leu Leu Ala Glu He Ser Ser 

165 170 175 

Asp He Asp Gin Leu Asn Pro Glu Ser Ala Asp Leu Arg Ala Leu Ala 

180 185 190 

Lys His Leu Tyr Asp Ser Tyr He Lys Ser Phe Pro Leu Thr Lys Ala 

195 200 205 

Lys Ala Arg Ala He Leu Thr Gly Lys Thr Thr Asp Lys Ser Pro Phe 
210 215 220 
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Val lie Tyr Asp Met Asn Ser Leu Met Met Gly Glu Asp Lys lie Lys 
225 230 235 240 

Phe Lys His lie Thr Pro Leu Gin Glu Gin Ser Lys Glu Val Ala lie 

245 250 255 

Arg lie Phe Gin Gly Cys Gin Phe Arg Ser Val Glu Ala Val Gin Glu 

260 265 270 

lie Thr Glu Tyr Ala Lys Ser He Pro Gly Phe Val Asn Leu Asp Leu 

275 280 285 

Asn Asp Gin Val Thr Leu Leu Lys Tyr Gly Val His Glu He He Tyr 

290 295 300 

Thr Met Leu Ala Ser Leu Met Asn Lys Asp Gly Val Leu He Ser Glu 
305 310 315 320 

Gly Gin Gly Phe Met Thr Arg Glu Phe Leu Lys Ser Leu Arg Lys Pro 

325 330 335 

Phe Gly Asp Phe Met Glu Pro Lys Phe Glu Phe Ala Val Lys Phe Asn 

340 345 350 

Ala Leu Glu Leu Asp Asp Ser Asp Leu Ala He Phe He Ala Val He 

355 360 365 

He Leu Ser Gly Asp Arg Pro Gly Leu Leu Asn Val Lys Pro He Glu 

370 375 380 

Asp He Gin Asp Asn Leu Leu Gin Ala Leu Glu Leu Gin Leu Lys Leu 
385 390 395 400 

Asn His Pro Glu Ser Ser Gin Leu Phe Ala Lys Leu Leu Gin Lys Met 

405 410 415 

Thr Asp Leu Arg Gin He Val Thr Glu His Val Gin Leu Leu Gin Val 

420 425 430 

He Lys Lys Thr Glu Thr Asp Met Ser Leu His Pro Leu Leu Gin Glu 

435 440 445 

He Phe Lys Asp Leu Tyr 
450 

<210> 7 
<211> 1365 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> nucleic acid sequence encoding GAL4 / PPARg (473 
Ala) 

<400> 7 

atgaagctac tgtcttctat cgaacaagca tgcgatattt gccgacttaa aaagctcaag 60 
tgctccaaag aaaaaccgaa gtgcgccaag tgtctgaaga acaactggga gtgtcgctac 12 0 
tctcccaaaa ccaaaaggtc tccgctgact agggcacatc tgacagaagt ggaatcaagg 180 
ctagaaagac tggaacagct atttctactg atttttcctc gagaagacct tgacatgatt 240 
ttgaaaatgg attctttaca ggatataaaa gcattgttaa caggattatt tgtacaagat 300 
aatgtgaata aagatgccgt cacagataga ttggcttcag tggagactga tatgcctcta 360 
acattgagac agcatagaat aagtgcgaca tcatcatcgg aagagagtag taacaaaggt 420 
caaagacagt tgactgtatc gccggggatc cggatgtctc ataatgccat caggtttggg 480 
cggatgccac aggccgagaa ggagaagctg ttggcggaga tctccagtga tatcgaccag 540 
ctgaatccag agtccgctga cctccgggcc ctggcaaaac atttgtatga ctcatacata 600 
aagtccttcc cgctgaccaa agcaaaggcg agggcgatct tgacaggaaa gacaacagac 660 
aaatcaccat tcgttatcta tgacatgaat tccttaatga tgggagaaga taaaatcaag 720 
ttcaaacaca tcacccccct gcaggagcag agcaaagagg tggccatccg catctttcag 780 
ggctgccagt ttcgctccgt ggaggctgtg caggagatca cagagtatgc caaaagcatt 840 
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cctggttttg 
gagatcattt 
ggccaaggct 
atggagccca 
ttggcaatat 
aagcccattg 
aaccaccctg 
cagattgtca 
agtcttcacc 



taaatcttga 
acacaatgct 
tcatgacaag 
agtttgagtt 
ttattgctgt 
aagacattca 
agtcctcaca 
cggaacacgt 
cgctcctgca 



cttgaacgac 
ggcctccttg 
ggagtttcta 
tgctgtgaag 
cattattctc 
agacaacctg 
gctgtttgcc 
gcagctactg 
ggagatcgcc 



caagtaactc 
atgaataaag 
aagagcctgc 
ttcaatgcac 
agtggagacc 
ctacaagccc 
aagctgctcc 
caggtgatca 
aaggacttgt 



tcctcaaata 
atggggttct 
gaaagccttt 
tggaattaga 
gcccaggttt 
tggagctcca 
agaaaatgac 
agaagacgga 
actag 



tggagtccac 
catatccgag 
tggtgacttt 
tgacagcgac 
gctgaatgtg 
gctgaagctg 
agacctcaga 
gacagacatg 



<210> 8 
<211> 1365 
<212> DNA 

<213> Artificial Sequence 
<220> 

<22 3> nucleic acid sequence encoding GAL4 / PPARg (473 
Phe) 



900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1365 



<400> 8 

atgaagctac 

tgctccaaag 

tctcccaaaa 

ctagaaagac 

ttgaaaatgg 

aatgtgaata 

acattgagac 

caaagacagt 

cggatgccac 

ctgaatccag 

aagtccttcc 

aaatcaccat 

ttcaaacaca 

ggctgccagt 

cctggttttg 

gagatcattt 

ggccaaggct 

atggagccca 

ttggcaatat 

aagcccattg 

aaccaccctg 

cagattgtca 

agtcttcacc 



tgtcttctat 
aaaaaccgaa 
ccaaaaggtc 
tggaacagct 
attctttaca 
aagatgccgt 
agcatagaat 
tgactgtatc 
aggccgagaa 
agtccgctga 
cgctgaccaa 
tcgttatcta 
tcacccccct 
ttcgctccgt 
taaatcttga 
acacaatgct 
tcatgacaag 
agtttgagtt 
ttattgctgt 
aagacattca 
agtcctcaca 
cggaacacgt 
cgctcctgca 



cgaacaagca 
gtgcgccaag 
tccgctgact 
atttctactg 
ggatataaaa 
cacagataga 
aagtgcgaca 
gccggggatc 
ggagaagctg 
cctccgggcc 
agcaaaggcg 
tgacatgaat 
gcaggagcag 
ggaggctgtg 
cttgaacgac 
ggcctccttg 
ggagtttcta 
tgctgtgaag 
cattattctc 
agacaacctg 
gctgtttgcc 
gcagctactg 
ggagatcttc 



tgcgatattt 
tgtctgaaga 
agggcacatc 
atttttcctc 
gcattgttaa 
ttggcttcag 
tcatcatcgg 
cggatgtctc 
ttggcggaga 
ctggcaaaac 
agggcgatct 
tccttaatga 
agcaaagagg 
caggagatca 
caagtaactc 
atgaataaag 
aagagcctgc 
ttcaatgcac 
agtggagacc 
ctacaagccc 
aagctgctcc 
caggtgatca 
aaggacttgt 



gccgacttaa 
acaactggga 
tgacagaagt 
gagaagacct 
caggattatt 
tggagactga 
aagagagtag 
ataatgccat 
tctccagtga 
atttgtatga 
tgacaggaaa 
tgggagaaga 
tggccatccg 
cagagtatgc 
tcctcaaata 
atggggttct 
gaaagccttt 
tggaattaga 
gcccaggttt 
tggagctcca 
agaaaatgac 
agaagacgga 
actag 



aaagctcaag 
gtgtcgctac 
ggaatcaagg 
tgacatgatt 
tgtacaagat 
tatgcctcta 
taacaaaggt 
caggtttggg 
tatcgaccag 
ctcatacata 
gacaacagac 
taaaatcaag 
catctttcag 
caaaagcatt 
tggagtccac 
catatccgag 
tggtgacttt 
tgacagcgac 
gctgaatgtg 
gctgaagctg 
agacctcaga 
gacagacatg 



<210> 9 
<211> 34 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> oligonucleotide primer 
<400> 9 

gctcctgcag gagatcgcca aggacttgta ctag 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1365 



34 
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<210> 10 
<211> 34 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> oligonucleotide primer 
<400> 10 

ctagtacaag tccttggcga tctcctgcag gage 34 

<210> 11 
<211> 34 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> oligonucleotide primer 
<400> 11 

gctcctgcag gagatcttca aggacttgta ctag 34 

<210> 12 
<211> 34 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> oligonucleotide primer 
<400> 12 

ctagtacaag tccttgaaga tctcctgcag gage 34 
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